[C]2), Glasgow (C3) and Aberdeen (C4) whereas significant Gt3a strain-specificity only occurred 32 in Aberdeen. Specific clusters initially formed separate transmission zones in Glasgow that 33 subsequently overlapped occasioning city-wide co-circulation. Transmission hotspots were 34 detected with 45% of samples from patients residing in just nine of Glasgow's 57 postcode 35 districts. HCV was introduced into Scotland in the 1940s concomitant with its worldwide 36 dispersal likely arising from global-scale historical events. Cluster-specific transmission hubs 37 were identified in Glasgow, the key Scottish city implicated in HCV dissemination. This fine-scale 38 spatiotemporal reconstruction improves understanding of HCV transmission dynamics in 39 Scotland. or EH), the first grouping is the PC district (e.g. G61) and an additional digit is used for PC 158 sectors (e.g. G61 1). There are 16 PC regions, 476 PC districts and 1274 PC sectors in Scotland. 159 Regional PCs included in this study were Glasgow, Paisley (PA), Kilmarnock (KA), Motherwell 160 (ML), Edinburgh (EH), and Aberdeen (AB) for both genotypes, and Dundee (DD) additionally for 161 Gt3a. Other regions were not included in the analyses due to small sample numbers (N < 5). (Fig. S1) represented on maps according to the residential PC district and EYI of the participant (Fig. S2 ).
209
The earliest Gt1a sequences in this study (1970) (1971) (1972) (1973) (1974) (1975) (1976) (1977) (1978) (1979) (1980) (1981) (Fig. 3) . In the following decade the transmission 229 zone expanded to include more northern suburbs and areas in the east and south of the city.
230
After 1998 C5 was mainly transmitted in central districts. Initial dispersal of clade C6 occurred in 231 the inner northern suburbs of Glasgow and spread to the north-east and south-west of the city.
232
Later transmission occurred mainly in semi-rural north-western regions.
233
Co-circulation of Gt1a and Gt3a clusters in Glasgow. The temporal dispersal of the two major 234 Gt1a (C2 and C3) and Gt3a (C5 and C6) clusters within Glasgow was reconstructed (Fig. 4) . 
239
Hotspots of HCV infection in Glasgow. There were a sufficient number of Gt1a (N=54) and Gt3a
240
(N=94) samples from the Glasgow PC region to examine in more detail. Gt1a sequences were 241 associated with 25/57 Glasgow PC districts and seven of these districts contained >50% of the 242 sequences (Fig. 5) . At a finer resolution, the predominant PC sector locations of Gt1a samples 243 were G64-9 (7.4%) and G33-2 (5.9%) and the EYI in these sectors was 1997-2008 and 1988-2006 244 respectively. 51% of cluster C2 sequences were derived from PC districts G32, G42 and G73 245 whereas C3 was associated with PC districts G33 and G64 (12% each) (data not shown 
